that co-clustered translationally in our original meiotic ribosome profiling study (Brar et al., 2012) . At right, clustering of the protein-level data for the 35 of these genes that were quantified by mass spectrometry. Note that bold names represent genes with known relationships to recombination and SC formation. Also note that groups of genes with similar function or similar physical interactions tend to cluster together at the protein level but not the translation level. This effect is especially striking for the four genes that encode so-called "Zmm proteins", with functions in linking recombination and SC formation (Lynn et al., 2007) , which cluster tightly together at the protein level and consist of two heterodimers, which cluster even more tightly than the group as a whole. significant association is seen. B) Absolute average levels of translation and protein for the set of heterodimer pairs shown in Fig. 3G are plotted against the appropriate translation or protein correlation coefficients and no significant association is seen.
C) Absolute changes in translation level measured in our dataset for the set of adjacent pathway genes shown in Fig. 3G are plotted against translation correlation coefficient and no significant association is seen. D) The same analysis is shown for the set of heterodimer pairs shown in Fig. 3G . E) Absolute changes in protein level measured in our dataset for the set of adjacent pathway genes shown in Fig. 3G are plotted against protein correlation coefficient and no significant association is seen.
F) The same analysis is shown for the set of heterodimer pairs shown in Fig. 3G .
Note that few poorly correlated protein pairs are available for analysis and none
show evidence for big shifts in absolute levels, but that small absolute changes alone do not preclude or associate with any particular correlation coefficient. this subcomplex is well characterized and it is established that Ndt80 synthesis alone is delayed in meiosis to limit kinetochore activity (Chen et al., 2017; Chia et al., 2017; Miller et al., 2012) . Our data recapitulate this result. Translation data do not match well for any of the four subunits, but protein data trends match well for Nuf2, Spc24, and Spc25, while Ndc80 accumulation is delayed relative to the others. B)
Plotted are data for the translocon complex components. Note that Sec72 is the only outlier at the protein level and is the only non-essential component of this complex.
C) Plotted are data for the prefoldin complex components. D) Plotted are data for the histidine biosynthesis pathway components. E) Plotted are data for the purine nucleotide biosynthesis pathway. Plotted values are either for cells imaged after 50 frames or for not previously imaged cells at the same time point. 10 tetrads were counted per strain.
